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ABSTRACTED -PUB -NO: US20020007248A 
BASIC -ABSTRACT: 

NOVELTY - A method of comparing reference DNA samples (A) with (part of) a test DNA 
(B) , is new. 

DETAILED DESCRIPTION - Alleles are identified for many loci in (B) to produce 
individual test results (ITR) . These are compared with corresponding values 
(individual reference results, IRR) from an (A) and the probability (P) that IRR 
could lead by various routes to ITR, including routes where spurious information 
contributes to ITR, is determined. P for all loci are combined to give an 
expression for the probability that (B) matches (A) , by calculating a likelihood 
ratio (LR) . 

INDEPENDENT CLAIMS are also included for the following: 

(a) method for calculating an LR for evaluating if (B) comes from a known source, 
or sources; and 

(b) method for investigating acceptable values for one or more variables related to 
DNA sample analysis. 



USE 



The method is used for forensic analysis. 



ADVANTAGE - The method can be performed by non-experts; permits analysis of complex 
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samples; allows all information from analysis of DNA samples to be used in 
determination of results; allows quantification of potential spurious results; can 
validate approximations made in DNA analysis, and can be applied to results from 
small DNA samples . 



ABSTRACTED -PUB -NO : 

WO 200179541A 
EQUIVALENT -ABSTRACTS : 

NOVELTY - A method of comparing reference DNA samples (A) with (part of) a test DNA 
(B) , is new. 

DETAILED DESCRIPTION - Alleles are identified for many loci in (B) to produce 
individual test results (ITR) . These are compared with corresponding values 
(individual reference results, IRR) from an (A) and the probability (P) that IRR 
could lead by various routes to ITR, including routes where spurious information 
contributes to ITR, is determined. P for all loci are combined to give an expression 
expression for the probability that (B) matches (A) , by calculating a likelihood 
ratio (LR) . 

INDEPENDENT CLAIMS are also included for the following: 

(a) method for calculating an LR for evaluating if (B) comes from a known source, 
or sources; and 

(b) method for investigating acceptable values for one or more variables related to 
DNA sample analysis. 

USE - The method is used for forensic analysis. 

ADVANTAGE - The method can be performed by non-experts; permits analysis of complex 
samples; allows all information from analysis of DNA samples to be used in 
determination of results; allows quantification of potential spurious results; can 
validate approximations made in DNA analysis, and can be applied to results from 
small DNA samples . 
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EQUIVALENT -ABSTRACTS: NOVELTY - A method of comparing reference DNA samples (A) 
with (part of) a test DNA (B) , is new. DETAILED DESCRIPTION - Alleles are 
identified for many loci in (B) to produce individual test results (ITR) . These are 
compared with corresponding values (individual reference results, IRR) from an (A) 
and the probability (P) that IRR could lead by various routes to ITR, including 
routes where spurious information contributes to ITR, is determined. P for all loci 
are combined to give an expression for the probability that (B) matches (A) , by 
calculating a likelihood ratio (LR) . INDEPENDENT CLAIMS are also included for the 
following: (a) method for calculating an LR for evaluating if (B) comes from a 
known source, or sources; and (b) method for investigating acceptable values for 
one or more variables related to DNA sample analysis. USE - The method is used for 
forensic analysis. ADVANTAGE - The method can be performed by non-experts; permits 
analysis of complex samples; allows all information from analysis of DNA samples to 
be used in determination of results; allows quantification of potential spurious 
results; can validate approximations made in DNA analysis, and can be applied to 
results from small DNA samples. WO 200179541A 
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